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討した。培養法では extremely-oxygen sensitive Clostrid-
ium などは分離できなかったが，培養可能な菌種のう







片サイズから Lactobacillus acidophilus，L . johnsonii，
L . intestinalis と予測された。試験に用いた FBRAにも
Lactobacillus が含まれていたため，ラットの便から分
離した Lactobacillus 属と食品から分離した Lactobacil-


























































がら，便と上記発酵食品を in vitro で混合保温すると有
機酸の産生が増加し，T-RFLP解析では個人差はあるが
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成人の平均５０．５（IQR：４４．３‐６０．５）に比べて有意に減
少していた。ヒトの腸内菌叢における優勢菌は大きく分
けると Bacteroidetes 門と Firmicutes 門であるが，そ





























































図５ 潰瘍性大腸炎患者における優勢菌の減少と有機酸濃度の変化。（a）Bacteroides および Clostridium subcluster XIVab特異的リアル
タイム PCRによる定量値。（b）便中の総有機酸濃度の比較。箱ひげ図中の＊はMan-whiteny U-testによる健康成人との比較で p＜
０．０５を示す。
図６ 腸内菌とヒトの健康
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Intestinal microbiota and its role in human health
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SUMMARY
The healthy gut environment is complicated and controlled by the balance of intestinal im-
mune system, intestinal microbiota, and microbial metabolites produced by intestinal bacteria.
Imbalance of these elements in genetically susceptible persons has been known to promote inflam-
matory bowel disease and some lifestyle-related illnesses. Manipulation of intestinal microbiota
with prebiotics, which can selectively stimulate a growth of beneficial bacteria, might contribute to
keep healthy condition and to improve patient’s condition. I present some results of prebiotic
effects in animal model and placebo-controlled, crossover study in healthy adults and patients with
ulcerative colitis（UC）. Through the clinical study, we found that UC patients had differences in
microbiota composition and microbial metabolites. Decrease of Dominant anaerobic bacteria Bac-
teroides and diversity of microbiota composition was observed in UC. Amount of organic acids
produced by bacterial fermentation reflectively decreased. Update on correlation of intestinal
bacteria with human health and disease are reviewed.
Key words : intestinal microbiota, ulcerative colitis, prebiotics, Bacteroides , organic acid
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